ABSTRACT Nontyphoidal Salmonella (NTS) is one of the main causes of foodborne disease worldwide. In this report, we announce the first whole-genome sequencing of six strains of Salmonella enterica isolated from imported meat in Algeria. The genome sizes ranged from 4,601,209 to 4,958,962 bp. Antimicrobial resistance (AMR) genes, plasmids, and virulence factors were detected.
Two plasmids with 100% identity with published plasmids were identified using BLASTN on the NCBI database. These are the plasmids characterized in Salmonella enterica serovar Weltevreden strain 1655 (GenBank accession number CP014997) and Salmonella enterica serovar Enteritidis strain OLF-SE3-98983-4 (CP011843), found in strains 3 and 5 respectively (Table 1) .
This study highlighted the infection risk related to imported meat and provided the first genome sequences of Salmonella spp. in Algeria, which should allow comparison and monitoring of Salmonella infections.
Data availability. Genomic sequences have been deposited in the NCBI Sequence Read Archive (PRJNA544053) and NCBI GenBank (BioProject number PRJNA540702).
